Linkage analysis was carried out in seven X linked juvenile retinoschisis (XLRS) families using four DNA 
ITI '' loci was not considered useful, since these loci are only informative in some of the meioses studied with DXS207 and DXS365. Confidence limits were defined according to Conneally et al. 17 Results
KEY RECOMBINANTS
It has previously been established that RS is localised between the Xp loci DXS43 and DXS41. Since the current consensus genetic map of Xp22.2 is defined by the order (Xpter-) DXS207-DXS43-DXS999-DXS365-DXS274-DXS41 -DXS451 (-Xcen) all these loci are presumably closely linked to RS. Several interesting recombinants between RS and these markers were found (fig 1) . In family P 9157, assuming the fewest number of recombinants, the disease locus is located on the chromosome identified by the alleles f (DXS16)-D (DXS207)-C (DXS999)-C (DXS365)-L (DXS41)-B (DXS45 1). Patient III-4, however, has the alleles F-B-C-C-L-B, and he is therefore recombinant for DXS16 and DXS207. Thus, the recombination places RS proximal to both DXS16 and DXS207.
A similar observation was made in pedigree P 22.337 (fig 1) . Generally, in this pedigree, the disease phenotype cosegregates with the alleles F (DXS16)-P (DXS43)-B (DXS207)-A  (DXS999)-B (DXS365)-A (DXS451) . Patient III-3, with the haplotype f-p-A-A-B-A, is recombinant for DXS 16, DXS43, and DXS207. The analysis of the recombination event confirms that RS is located proximal to DXS16 and DXS207, and also centromeric to DXS43.
In family P 24.130 (fig 1) the phase of the markers is determined by the male III-1 and female III-2. Female III-2 inherited the X chromosome characterised by h (DXS85)-A (DXS207)-B (DXS365)-L (DXS41)-A (DXS45 1) from her father (DXS43 and DXS999 yielded uninformative results). Hence, her other X chromosomal alleles (h-B-C-1-C) are of maternal origin. Apparently, healthy male III-1 inherited the similar chromosome (h-B-C-l-C) from the mother. Without recombination, one would expect male patient III-3 to inherit the other X chromosome from the mother (H-A-A-L-B) . However, since the observed haplotype in III-3 is H-A-C-1-C, the patient is most likely recombinant for DXS365, DXS41, and DXS451. Consequently, the latter recombination event places RS distal to these loci. The analysis of recombination breakpoints suggests the order Xpter-DXS 16-(DXS207, DXS43)-(DXS999, (RS-(DXS365, DXS41, DXS451)) )-Xcen. TWO No recombination was found between RS and DXS999 (Zmax=4 59) which suggests that these loci are very closely linked.This result agrees well with the consensus genetic map of Xp22, which places DXS999 between DXS207 and DXS365, which is the putative RS region. Unfortunately, DXS999 was not informative in family P 24130 in which patient JI1l (fig 1) is recombinant for DXS365 and other loci proximally adjacent to RS. The data presented here refine the genetic map around the RS gene. Furthermore, our linkage data between RS and highly informative flanking markers improve the feasibility and reliability of DNA diagnosis for this disorder considerably.
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